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Interleukin-21 



1 



GGCACGAGTGGACACGGATGAGGACCGCTATCCACAGAAGCTGGCCTTCGCCGAGTGCCT 




1 A R VDTD E DRYP QKLAFAECL 



6 1 GTGCAGAGGCTGTATCGATGCACGGACGGGCCGCGAGACAGCTGCGCTCAACTCCGTGCG 
21 C R G C I DARTGRETAALNSVR 
Domain II 

121 GCTGCTCCAGAGCCTGCTGGTGCTGCGCCGCCGGCCCTGCTCCCGCGACGGCTCGGGGCT 
41 L L Q S L L V L R R R P CSRDGSGL 

Domain III 

181 CCCCACACCTGGGGCCTTTGCCTTCCACACCGAGTTCATCCACGTCCCCGTCGGCTGCAC 
61 PTPGAFAFHTEFIH V P V G C T 

Domain IV 

241 CTGCGTGCTGCCCCGTTCAGTGTGACCGCCAAGGCCGTGGGGCCCTTAGACTGGACACGT 
81 C V L P R S V 
Domain IV 

3 0 1 GTGCTCCCCAGAGGGCACCCCCTATTTATGTGTATTTATTGTTATTTATATGCCTCCCCC 

3 6 1 AACACTACCCTTGGGGTCTGGGCATTCCCCGTGTCTGGAGGACAGCCCCCCACTGTTCTC 
421 CTCATCTCCAGCCTCAGTAGTTGGGGGTWGAAGGAGCTCAGCACCTCTTCCAGCCCTTAA 

4 8 1 AGCTGCAGAAAAGGTGTCACACGGCTGCCTGTACCTTGGYTCCCTGTCCTGCTCCCGGCT 
54 1 TCCCTTACCCTATCACTGGCCTCAGGCCCCCGCAGGCTGCCTCTTCCCAACCTCCTTGGA 
601 AGTACCCCTGTTTCTTAAACAATTATTTAAGTGTACGTGTATTATTAAACTGATGAACAC 
661 AAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA 705 
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Interleukin-22 / 4 >- 

1 GGAATTCGGCACGAGCTCGTGCCGTGCTCAGTGCCTTCCACCACACGCTGCAGCTGGGGC'*--o60:i!- 

1 NSARARAVLSAFHHTLQLGP 20 

# . . 

61 CGCGTGAGCAGGCGCGCAACGCGAGCTGCCCGGCAGGGGGCAGGCCCGCCGACCGCCGCT 120 

21 REQARNASCPAGGRPADRRF 40 

121 TCCGGCCGCCCACCAACCTGCGCAGCGTGTCGCCCTGGGCCTACAGAATCTCCTACGACC 1 8 0 

41 RPPTNLRSVSPWAYRI S Y D P 60 

Domain I 

1 8 1 CGGCGAGGTACCCCAGGTACCTGCCTGAAGCCTACTGCCTGTGCCGGGGCTGCCTGACCG 240 

61 A R Y P R Y L P E A Y C L C R G C L T G 80 
Domain I Domain II 

241 GGCTGTTCGGCGAGGAGGACGTGCGCTTCCGCAGCGCCCCTGTCTACATGCCCACCGTCG 300 

81 LFGEEDVRFRSAPVYMPT V_^V 100 

■Domain III 

301 TCCTGCGCCGCACCCCCGCCTGCGCCGGCGGCCGTTCCGTCTACACCGAGGCCTACGTCA 360 

101 L R R T P ACAGGRSVYTEAYVT 120 
Domain III 

# . 

3 6 1 CCATCCCCGTGGGCTGCACCTGCGTCCCCGAGCCGGAGAAGGACGCAGACAGCATCAACT 420 

121 I P V G C T C V PEPEKDADSINS 140 
Domain IV 

421 CCAGCATCGACAAACAGGGCGCCAAGCTCCTGCTGGGCCCCAACGACGCGCCCGCTGGCC 480 

141 SIDKQGAK LLLGPNDAPAGP 160 

481 CCTGAGGCCGGTCCTGCCCCGGGAGGTCTCCCCGGCCCGCATCCCGAGGCGCCCAAGCTG 540 

541 GAGCCGCCTGGAGGGCTCGGTCGGCGACCTCTGAAGAGAGTGCACCGAGCAAACCAAGTG 600 

6 0 1 CCGGAGCACCAGCGCCGCCTTTCCATGGAGACTCGTAAGCAGCTTCATCTGACACGGGCA 660 



FIG. 2A 
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Interleukin-22 jT; ^ • ^ *• ' 

. . . * , > . * 

661 TCCCTGGCTTGCTTTTAGCTACAAGCAAGCAGCGTGGCTGGAAGCTGATGGGAAACGACC "7.2.0m; .'•> ' 

721 CGGCACGGGCATCCTGTGTGCGGCCCGCATGGAGGGTTTGGAAAAGTTCACGGAGGCTCC 780 

781 CTGAGGAGCCTCTCAGATCGGCTGCTGCGGGTGCAGGGCGTGACTCACCGCTGGGTGCTT 840 

841 GCCAAAGAGATAGGGACGCATATGCTTTTTAAAGCAATCTAAAAATAATAATAAGTATAG 900 

901 CGACTATATACCTACTTTTAAAATCAACTGTTTTGAATAGAGGCAGAGCTATTTTATATT 960 

961 ATCAAATGAGAGCTACTCTGTTACATTTCTTAACATATAAACATCGTTTTTTACTTCTTC 1020 

1021 TGGTAGAATTTTTTAAAGCATAATTGGAATCCTTGGATAAATTTTGTAGCTGGTACACTC 1080 

1081 TGGCCTGGGTCTCTGAATTCAGCCTGTCACCGATGGCTGACTGATGAAATGGACACGTCT 1140 

1141 CATCTGACCCACTCTTCCTTCCACTGAAGGTCTTCACGGGCCTCCAGGTGGACCAAAGGG 1200 

1201 ATGCACAGGCGGCTCGCATGCCCCAGGGCCAGCTAAGAGTTCCAAAGATCTCAGATTTGG 1260 

1261 TTTTAGTCATGAATACATAAACAGTCTCAAACTCGCACAATTTTTTCCCCCTTTTGAAAG 1320 

1321 CCACTGGGGCCAATTTGTGGTTAAGAGGTGGTGAGATAAGAAGTGGAACGTGACATCTTT 1380 

1381 GCCAGTTGTCAGAAGAATCCAAGCAGGTATTGGCTTAGTTGTAAGGGCTTTAGGATCAGG 1440 

1441 CTGAATATGAGGACAAAGTGGGCCACGTTAGCATCTGCAGAGATCAATCTGGAGGCTTCT 1500 

1501 GTTTCTGCATTCTGCCACGAGAGCTAGGTCCTTGATCTTTTCTTTAGATTGAAAGTCTGT 1560 

1561 CTCTGAACACAATTATTTGTAAAAGTTAGTAGTTCTTTTTTAAATCATTAAAAGAGGCTT 1620 

1621 GCTGAAAAAAAAAAAAAAAAAA 1642 

FIG. 2B 
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Inter leukin-21 Polypeptide Analysis 
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Interleukin-22 Polypeptide Analysis 




FIG. 5 
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Interleukin-21 



1 GCTCCAAGCCCAGCCTGCCCCGCTGCCGCCACCATGACGCTCCTCCCCGGCCTCCTGTTT 60 



6 1 CTGACCTGGCTGCACACATGCCTGGCCCACCATGACCCCTCCCTCAGGGGGCACCCCCAC 1 2 0 

10 LTWLHTCLA HHDPSLRGHPH 29 

121 AGTCACGGTACCCCACACTGCTACTCGGCTGAGGAACTGCCCCTCGGCCAGGCCCCCCCA 180 

30 S H G T P H C Y S A E ELPLGQAPP 49 

Domain V 

181 CACCTGCTGGCTCGAGGTGCCMGTGGGGGCAGGCTTTGCCTGTAGCCCTGGTGTCCAGC 240 

50HLLARGAKWGQAL P V A L V S S 69 

Domain VI 

241 CTGGAGGCAGCAAGCCACAGGGGGAGGCACGAGAGGCCCTCAGCTACGACCCAGTGCCCG 300 

70LEAASHRGRHERPSATTQCP 89 

301 GTGCTGCGGCCGGAGGAGGTGTTGGAGGCAGACACCCACCAGCGCTCCATCTCACCCTGG 360 

90VLRPEEVLEADTHQ R S I S P W 109 

Domain VII 

361 AGATACCGGGTGGACACGGATGAGGACCGCTATCCACAGAAGCTGGCCTTCGCCGAGTGC 420 

110 R Y R VDTDEDRYP QKLAFAEC 129 



421 CTGTGCAGAGGCTGTATCGATGCACGGACGGGCCGCGAGACAGCTGCGCTCAACTCCGTG 4 8 0 

130 L C R G C IDARTGRETAALNSV 149 
Domain II 

4 8 1 CGGCTGCTCCAGAGCCTGCTGGTGCTGCGCCGCCGGCCCTGCTCCCGCGACGGCTCGGGG 5 4 0 
150 R L L Q S L L V L R R R P C S R D G S G 169 

Domain III 

5 4 1 CTCCCCACACCTGGGGCCTTTGCCTTCCACACCGAGTTCATCCACGTCCCCGTCGGCTGC 6 0 0 
170 LPTPGAFAFHTEFIH V P V G C 189 

Domain IV 



1 



MTLLPGLLF 



9 



Domain I 



Domain II 



FIG. 6A 
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Interleukin-21 



601 ACCTGCGTGCTGCCCCGTTCAGTGTGACCGCCMGGCCGTGGGGCCCTTAGACTGGACAC 660 

190 T C V L P R S V 197 
Domain IV 

661 GTGTGCTCCCCAGAGGGCACCCCCTATTTATGTGTATTTATTGTTATTTATATGCCTCCC 720 

721 CCAACACTACCCTTGGGGTCTGGGCATTCCCCGTGTCTGGAGGACAGCCCCCCACTGTTC 780 

781 TCCTCATCTCCAGCCTCAGTAGTTGGGGGTWGAAGGAGCTCAGCACCTCTTCCAGCCCTT 840 

841 AAAGCTGCAGAAAAGGTGTCACACGGCTGCCTGTACCTTGGYTCCCTGTCCTGCTCCCGG 900 

901 CTTCCCTTACCCTATCACTGGCCTCAGGCCCCCGCAGGCTGCCTCTTCCCAACCTCCTTG 960 

961 GAAGTACCCCTGTTTCTTAAACAATTATTTAAGTGTACGTGTATTATTAAACTGATGAAC 1020 

1021 ACAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA 1067 



FIG. 6B 



• t 



o 

CO 
-Q 

O 

en 

I 

cd 



as 
CD 



o 

-CZ 

O 



11/13 

Interleukin-21 Polypeptide Analysis 
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Interleukin-22 v l/ 



1 GGCTGCGCGGACCGGCCGGAGGAGCTACTGGAGCAGCTGTACGGGCGCCTGGCGGCCGGC 60 

1GCADRPEELLEQLYGRL A A G 20 

CD-VI 
# 

61 GTGCTCAGTGCCTTCCACCACACGCTGCAGCTGGGGCCGCGTGAGCAGGCGCGCAACGCG 120 

21 V L S AFHHTLQLGPREQARNA 40 
CD-VI 

121 AGCTGCCCGGCAGGGGGCAGGCCCGCCGACCGCCGCTTCCGGCCGCCCACCAACCTGCGC 1 8 0 

41 SCPAGGRPADRRFRPPTNLR 60 



181 AGCGTGTCGCCCTGGGCCTACAGAATCTCCTACGACCCGGCGAGGTACCCCAGGTACCTG 240 
61 S V S P W AYR ISYDPARYP R Y L 80 
CD-VII CD-I 

241 CCTGAAGCCTACTGCCTGTGCCGGGGCTGCCTGACCGGGCTGTTCGGCGAGGAGGACGTG 300 
81 P E A Y C L C R G C LTGLFGEEDV 100 

CD-II 

301 CGCTTCCGCAGCGCCCCTGTCTACATGCCCACCGTCGTCCTGCGCCGCACCCCCGCCTGC 360 
101RFRSAPVYMPT V V L R R T P A C 120 

CD-III 

3 6 1 GCCGGCGGCCGTTCCGTCTACACCGAGGCCTACGTCACCATCCCCGTGGGCTGCACCTGC 420 
121 AGGRSVYTEAYVT I P V G C T C 140 

CD -IV 

. # . 

421 GTCCCCGAGCCGGAGAAGGACGCAGACAGCATCAACTCCAGCATCGACAAACAGGGCGCC 480 
141V_PEPEKDADSINSSIDKQGA 160 
CD -IV 

481 AAGCTCCTGCTGGGCCCCAACGACGCGCCCGCTGGCCCCTGA 522 
161 KLLLGPNDAPAGP 174 



FIG. 8 
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FIG. 9 



